Introduction
The classical pathway of complement is initiated by component C1, a 790-kDa assembly of the target-recognition subcomponent C1q and the modular proteases C1r and C1s. Here, we describe a series of structures that reveal how subcomponents associate to form C1, providing a structural basis for understanding the steps leading to activation of the complement pathway. 
Conclusion
• A conserved mode of Ca 2+ -dependent binding in classical and lectin pathway activation complexes; the collagenous domain binds to a shallow groove in the protease subcomponent via a critical lysine that contacts Ca 2+ -coordinating residues.
• Protease subcomponents form a compact ring-shaped tetramer at the centre of the C1 complex.
• Separation of the collagenous stems when C1q binds to antibodies on the surface of a pathogen drives the change that triggers auto-activation of C1r.
• C1s polypeptides are positioned inside the cage-like assembly formed by the collagenous stems of C1q to allow activation of C4. 
